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Background: The ability to distinguish nonself from self is a fundamental characteristic of biological systems. In the
filamentous fungus Neurospora crassa, multiple incompatibility genes mediate nonself recognition during vegetative
growth. One of these genes, un-24, encodes both nonself recognition function and the large subunit of a type I
ribonucleotide reductase, an evolutionarily conserved enzyme that is essential for the conversion of NDP precursors
into dNDPs for use in DNA synthesis. Previous studies have shown that co-expression of the two allelic forms of
un-24, Oakridge (OR) and Panama (PA), in the same cell results in cell death.
Results: We identify a 135 amino acid nonself recognition domain in the C-terminus region of UN-24 that confers
an incompatibility-like phenotype when expressed in the yeast, Saccharomyces cerevisiae. Low-level expression of
this domain results in several cytological and phenotypic characteristics consistent with an incompatibility reaction
in filamentous fungi. These incompatibility phenotypes are correlated with the presence of a non-reducible
complex consisting of the PA incompatibility domain and Rnr1p, a large subunit of ribonucleotide reductase in
yeast. When the PA incompatibility domain is switched to high-level expression, the incompatibility phenotype
transitions to wild-type concomitant with the appearance of a complex containing the PA incompatibility domain
and Ssa1p, an Hsp70 homolog.
Conclusions: Results from this study provide insights into the mechanism and control of vegetative nonself
recognition mediated by ribonucleotide reductase in N. crassa, thus establishing the yeast system as a powerful tool
to study fungal nonself recognition. Our work shows that heat shock proteins may function to deactivate
vegetative incompatibility systems, as required for entry into the sexual cycle. Finally, our results suggest that
variations on the PA incompatibility domain may serve as novel and specific antimicrobial peptides.
Keywords: Nonself recognition, Heterokaryon incompatibility, Ribonucleotide reductase, Heat shock protein, Sexual
incompatibility.Background
Nonself recognition systems are ubiquitous in diverse
organisms as exemplified by restriction endonucleases
in bacteria [1] and the major histocompatibility com-
plex in vertebrates [2]. In filamentous fungi, such as
Neurospora crassa, nonself recognition occurs in both
the sexual and vegetative phases [3]. In the sexual
phase, nonself recognition is associated with the
mating-type locus and facilitates outbreeding [4]. Dur-
ing the vegetative phase, nonself recognition may occur
after cells fuse to form heterokaryotic cells, which* Correspondence: rsmith@nova.edu
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reproduction in any medium, provided the orcontain two or more genetically distinct nuclei [3,5]. In
N. crassa, viability of heterokaryons is governed by het-
erokaryon incompatibility (het) loci [3] where an allelic
difference at one or more of these loci results in pro-
grammed cell death [5].
As in other filamentous ascomycetes, N. crassa has
multiple het loci. One of these, the un-24 gene, has an
interesting dual function. In addition to heterokaryon
incompatibility, un-24 also encodes the large subunit of
a class I ribonucleotide reductase (RNR). Class I RNRs
are highly conserved across eukaryotes and operate as
tetramers composed of two large subunits and two
small subunits that catalyze the reduction of ribonucle-
oside diphosphates (NDPs) into deoxyribonucleoside
diphosphates (dNDPs). The dNDPs are, in turn,td. This is an Open Access article distributed under the terms of the Creative
ommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and
iginal work is properly cited.
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for de novo synthesis of DNA [6-9]. This dual function
of un-24 is of particular interest since it implicates a
potential connection between DNA synthesis and non-
self recognition-associated cell death.
There have been no reports of nonself recognition
function by RNRs in organisms outside of Neurospora,
suggesting that this is a derived characteristic of the
un-24 gene. Overall, the predicted UN-24 protein is
very similar to other eukaryotic RNR class I large sub-
units except for a well defined, variable region near the
C-terminus [10]. Interestingly, the carboxy termini of
the two allelic forms of UN-24 in N. crassa, Oakridge
(OR) and Panama (PA), are strikingly different and bear
signatures of diversifying selection [11]. This led us to
test whether incompatibility function of UN-24 pro-
teins reside in the C-terminus region, and indeed this is
the case; the C-termini of both allelic forms can au-
tonomously trigger an incompatibility reaction when
expressed in cells having the opposite allele. We then
sought to determine if the UN-24 C-termini from N.
crassa retained activity when expressed in the unicellu-
lar yeast Saccharomyces cerevisiae. Surprisingly, the 135
amino acid PA incompatibility domain (PAp) is also
toxic when expressed in yeast. Given that yeast appears
to lack a vegetative nonself recognition system [12], this
trans-species incompatibility activity provided an op-
portunity to explore the mechanism of this nonself rec-
ognition domain without interference from other
incompatibility factors normally present in N. crassa.Figure 1 Incompatibility activity is determined by the C-terminus of U
hygromycin resistance gene (hph) and tested for incompatibility activity by
purple (OR) region at the right represents the highly variable C-terminus re
represents no incompatibility activity, “+” designates strong OR-like activity
scale bar represents a length of 100 amino acid residues. B) Representative
N. crassa. Transformation of un-24PA constructs into the OR (C9-2) strain res
In contrast, transformation of un-24OR into the PA [C2(2)-1] strain results in
no transformants, indicative of strong OR-like incompatibility.Results
Incompatibility activity and specificity of the UN-24
C-terminus
The OR and PA UN-24 proteins exhibit significant dif-
ferences in their ~120 amino acid (aa) C-termini [11]
whereas the ~810 aa N-terminal regions are identical.
We hypothesized that incompatibility specificity would
reside in the C-terminal portion of un-24. We tested this
using constructs consisting of a hygromycin B resistance
gene, hph, fused in-frame to various fragments of
un-24PA or un-24OR (Figure 1A). We could infer expres-
sion of the fused un-24 domains by virtue of hygromycin
B resistance of the transformants. Incompatibility activ-
ity of these constructs was tested by transforming them
into C9-2 (un-24OR) and C2(2)-1 (un-24PA) strains and
examining transformant viability and/or phenotype
(Figure 1B). In our naming scheme the range of UN-24
amino acid residues included in the fusion gene product
is given in parentheses. For example, the hygunPA(788–
923) construct that contained the un-24PA region from
residue 788 to the C-terminus (residue 923) conferred
PA-like incompatibility (see Methods) when transformed
into C9-2 (un-24OR) (Figure 1B, bottom left). Omission
of six amino acids from the C-terminus [hygunPA(861–
917)] resulted in loss of incompatibility activity. There-
fore, both specificity and incompatibility activity of
UN-24PA is encompassed in a 135 amino acid domain
that corresponds to the flexible C-terminus arm of the
large subunit contained within the RNR large subunit
found in yeast [13,14].N-24. A) Regions of un-24PA and un-24OR were fused to the
transformations of PA [C2(2)-1] and OR (C9-2) strains. The red (PA) or
gion. At the right of each construct, “+*” indicates PA-like activity, “–”
, and “+/−” indicates weak OR-like activity. Each interval on the bottom
transformation assays of incompatible and compatible interactions in
ulted in ‘star’ colonies that are characteristic of PA-like incompatibility.
near complete cell death of the recipient strain and recovery of few or
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required for incompatibility activity (Figure 1A). The
construct hygunOR(788–929) did not carry incompati-
bility when transformed into C2(2)-1 (un-24PA). How-
ever hygunOR(335–929) caused OR-like incompatibility
(see Methods), albeit to a lesser degree than the full
length un-24OR or the full length OR protein fused in
frame with hph [hygunOR(Full), Figure 1A]. Deletion of
20 amino acids from the C-terminus [hygunOR(1–909)]
of the full length UN-24OR resulted in a loss of incom-
patibly activity. Taken together, these data showed that
the C-terminus of both PA and OR is required for in-
compatibility and that activity regions differ for the two
allelic forms.
Expression of the PA incompatibility domain leads to an
incompatibility-like reaction in yeast
In N. crassa it appears that un-24-associated incompati-
bility is due to a toxic interaction between the OR and
PA protein forms [15]. However, analysis of the system is
made difficult in N. crassa due to the presence of the het-
6 gene, which is tightly linked to and interacts with
un-24 during incompatibility reactions. Given that the
amino acid sequence of ribonucleotide reductase is simi-
lar in N. crassa and yeast [10], that yeast apparently lacks
a homolog to HET-6, and that yeast does not have an en-
dogenous vegetative nonself recognition system, we ex-
plored whether the un-24 incompatibility system could
be transferred to yeast to provide further insight into the
mechanism of un-24-associated incompatibility in gen-
eral. We sought to determine if expression of the active
un-24 C-terminal domains [i.e., hygunPA(788–923) and
hygunOR(335–929)] result in incompatibility-like pheno-
types in yeast. We used homologous recombination to
replace the GAL1 coding region with our constructs and
thus placed their expression under control of the GAL1
promoter. Low or high level expression of our constructFigure 2 Insertion of constructs into the GAL1 locus allows for contro
of our constructs by assessing the minimum inhibitory concentration (MIC)
the Y2454 wild-type and control yeast strains had similar MIC values that w
(P = 0.017). B) In contrast, when grown in medium containing galactose (YP
containing hph constructs, as compared to the wild-type strain (P < 0.001)
PA-expressing strains. Error bars in panels A and B indicate standard deviatwas obtained by growing the cells in medium containing
glucose or galactose, respectively [16,17]. Four GAL1 re-
placement strains were obtained in this way; a “control”
strain with hph replacing GAL1 (GAL1Δ::hph), a “PA”
strain containing the hygunPA(788–923) incompatibility
construct, and two “OR” strains containing either the
hygunOR(788–929) or hygunOR(335–929). On Yeast-
Peptone medium containing glucose (YPD), yeast that
carried only hph exhibited the same hygromycin B MIC
as the wild-type Y2454 strain (Figure 2A). When grown
on Yeast-Peptone medium containing raffinose and gal-
actose (YPRaf/Gal), all strains with hph-fused constructs
exhibited a ~1000-fold increase in resistance to hy-
gromycin B (Figure 2B). These results confirmed that our
constructs were properly regulated in yeast. As evident
in Figure 2A, growth on YPD revealed that low-level
expression of the PA construct, but not OR (Additional
file 1: Figure S1A and B), resulted in a significantly
increased sensitivity to hygromycin B. This effect of the
PA domain on yeast was interesting given its incompati-
bility function in N. crassa and was explored further.
Cytoplasmic granulation is one of the first recognizable
cytological signs of heterokaryon incompatibility in fila-
mentous fungi [18-20]. Consistent with this, phase con-
trast micrographs of PA-expressing yeast cells grown in
YPD had significantly darker cytoplasmic granules when
compared to the control strain (Figure 3A). We note that
the contents of such granules are not known in yeast,
nor are they known in N. crassa [18]. As incompatibility
reactions progress in filamentous fungi, cytoplasmic
vacuolization and ruptured vacuoles are observed, which
can lead to cytoplasmic acidification [18,21]. We saw a
similar phenotype in yeast using neutral red, a pH in-
dicator dye that stains yeast vacuoles red [22], in that
a significantly larger proportion of PA-expressing cells
stained red throughout the cytoplasm than did control
cells when growth was on YPD (Figure 3B). Overall, thisl of trans-gene expression level. A) We examined proper regulation
of hygromycin B. When grown in medium containing glucose (YPD),
ere significantly greater than that of the PA-expressing strain
Raf/Gal), a significantly higher MIC was observed for yeast strains
and there was no significant difference in MIC values of control and
ion based on 5 biological replicates.
Figure 3 Expression of the PA incompatibility domain at low-levels in yeast results in aberrant phenotypes. A) Phase contrast
microscopy revealed that PA-expressing yeast exhibit significantly more cells having a granulated cytoplasm compared to control strain
(P = 0.007). Cytoplasmic granulation is a key feature of heterokaryon incompatibility in filamentous fungi. B) Significantly more PA-expressing yeast
cells exhibit cytoplasmic acidification in comparison to control strain (P = 0.015) based on neutral red staining. The frequency of PA-expressing
cells that exhibited an acidified cytoplasm did not differ from that of the vATPase-defective strain, YPL234C. For both A and B, error bars
represent standard deviation based on 5 biological replicates where a minimum of 100 cells were counted. C) PA-expressing yeast had a slower
growth rate in YPD compared to the control strain (P < 0.001). Growth was monitored by using a microplate reader and CFU was calculated from
a standard curve of CFU versus OD600 (not shown). Error bars represent standard deviation based on three biological replicates.
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guishable from that of YPL234CΔ, a mutant yeast strain
that lacks the vacuolar ATPase V0 domain subunit c’ and
thus cannot effectively sequester H+ in the vacuole [23].
Therefore, neutral red staining indicated that, similar to
the vATPase mutant strain, vacuolar membrane function
is compromised in PA-expressing yeast strains. We also
found that PA-expressing yeast grown on YPD had a sig-
nificantly lower growth rate compared to the control
strain (Figure 3C), a key characteristic of un-24 incom-
patibility in N. crassa [15]. Interestingly, these aberrant
yeast phenotypes were not evident when the PA construct
was expressed at high levels on YPRaf/Gal (Additional file
1: Figure S2), nor were they observed when the OR con-
structs were expressed at low- or high-levels (Additional file
1: Figure S1C and D), suggesting that OR constructs did
not confer incompatibility in yeast. In summary, low-level
expression of PA in yeast caused three hallmark character-
istics of fungal incompatibility: cytoplasmic granulation,
perturbation of vacuole integrity, and growth inhibition.
PA-expressing yeast have large cell volumes
An emerging theme in fungal nonself recognition is that
incompatibility reactions involve lethal or detrimental
protein complex formation between allelic or non-allelic
proteins [15,24]. In N. crassa, it is hypothesized that a
toxic UN-24-HET-6 complex mediates a strong incom-
patibility reaction, which often results in cell death [15].
In the absence of het-6, it is observed that an interaction
between the PA and OR forms of UN-24 leads to a weak
incompatibility reaction, characterized by an aberrant
morphology and a significantly slower growth rate [15].
Since it appeared that the PA incompatibility domain
was capable of causing an incompatibility-like reaction inyeast, we hypothesized that it might interact, and possi-
bility interfere, with the yeast homolog RNR1 (Rnr1p)
function. One prominent observation in yeast that lack
Rnr1p, or that contain loss-of-function mutations in
Rnr1p, is that they have significantly larger cell volumes
[13,25]. Therefore, it may be expected that the interrup-
tion of RNR activity in yeast by the PA protein (PAp)
would result in an increase in average cell volume. In
support of this we initially observed that fewer colonies
resulted from streaking a single PA-expressing colony on
YPD plates (not shown). From cell counts with a haemo-
cytometer, we found that equivalent sized 1 mm colonies
of PA-expressing yeast contained significantly fewer cells
than did control colonies (Figure 4A). We determined
that this decrease in the number of cells per colony for
the PA-expressing strain was not due to a reduction in
viable cells based on Evan’s Blue vital staining (Additional
file 1: Figure S3). Furthermore, as determined by micros-
copy, when grown in YPD, PA-expressing yeast had sig-
nificantly larger cell volumes compared to the control
strain and YPL234CΔ, the vATPase mutant strain
discussed previously (Figure 4B), whereas cell volume
distributions for the control strain and YPL234CΔ did
not differ. We infer that the increased cell volumes of
PA-expressing yeast were independent of cytoplasmic
acidification.
The noted changes in cell volume are consistent with
the hypothesis that PAp interferes with yeast Rnr1p
function. Additional support for this idea came from
our observation that PA-expressing yeast had an in-
creased sensitivity to hydroxyurea over the control strain
when grown in YPD (Figure 4C) but not on YPRaf/Gal
(Additional file 1: Figure S4). Since hydroxyurea is a po-
tent and specific inhibitor of RNR catalytic activity [26],
Figure 4 Low-level expression of the PA incompatibility domain results in fewer and larger cells. A) The number of cells in a 1 mm
diameter colony was determined by cell counts with a haemocytometer. Significantly fewer cells were present in colonies of PA-expressing strain
than the control strain (P = 0.003). Error bars represent standard deviation from 5 biological replicates. B) Volume measurements of cells grown
on YPD show that PA-expressing cells were on average significantly larger than those of the control strain and the vacuolar ATPase mutant,
YPL234C (P < 0.001, Wilcoxon/Kruskal Wallis test). Volumes were grouped into 50 μm3 bins and plotted. Inset: The average cell volume (±SD) of
the three strains with shading as in main figure. C) PA-expressing yeast had increased sensitivity to hydroxyrurea, a potent inhibitor of RNR
activity, when compared to the control strain and the vATPase-defective strain YPL234C, as determined through MIC measurements. Error bars
represent standard deviation of 5 biological replicates.
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indications that low-level expression of PAp interferes
with Rnr1p functions in yeast.
PA-expressing strains contain a non-reducible PAp-Rnr1p
protein complex
Immunoblotting methods were used to determine
whether PAp binds to the yeast Rnr1p. Previously, it was
reported that the oxidation state of yeast Rnr1p can be
determined by SDS-PAGE [27]. In yeast, the RNR holo-
enzyme uses free radical chemistry to generate dNDPs
from the respective NDPs. During 20 hydroxyl group re-
moval from the ribose moiety of the NDP, a disulphide
bridge is formed between two cysteine residues in the
catalytic site of Rnr1p. Once the newly formed dNDP is
released from the catalytic site, the flexible C-terminus
of the adjacent R1 subunit enters into the catalytic site
and the disulphide bridge in the catalytic site is trans-
ferred to two cysteine residues located on the flexible C-
terminus. The C-terminus arm then swings out of the
catalytic site and this disulphide bridge is finally reduced
by glutaredoxin or thioredoxin to reactivate the RNR
holoenzyme [8,9]. When examined using SDS-PAGE,
non-reducing conditions cause Rnr1p to resolve as two
bands: the top band (lower mobility) represents theoxidized form (i.e., having a disulphide bridge between
cysteine residues at the catalytic site) and the lower,
high-mobility band represents the reduced form. When
proteins are extracted under reducing conditions, only
the lower band of reduced Rnr1p is evident [27].
We found that under non-reducing conditions (no DTT
or β-mercaptoethanol) Rnr1p from the control strain
grown on YPD was resolved on immunoblots into reduced
Rnr1p and oxidized Rnr1p (Figure 5A). In contrast, protein
extracts of PA-expressing yeast showed the reduced form
of Rnr1p (100 kDa), but little or none of the oxidized form.
Interestingly, an intense band of ~155 kDa, the expected
size of a complex consisting of PAp (55 kDa) and Rnr1p,
was also observed from the PA-expressing yeast strain.
When protein was extracted under reducing conditions
(with DTT and β-mercaptoethanol) the band correspond-
ing to oxidized Rnr1p was absent in both strains while both
strains exhibited the reduced form of Rnr1p. Furthermore,
the 155 kDa band that putatively represented the complex
of PAp and Rnr1p remained present under these strong re-
ducing conditions. Proteins extracted from the control and
PA-expressing strains grown in YPRaf/Gal medium had no
observable differences in the total amount of Rnr1p or the
ratio of reduced to oxidized Rnr1p under reducing or non-
reducing protein extraction conditions (Additional file 1:
Figure 5 The PA incompatibility domain interacts with yeast Rnr1p. A) Proteins were extracted from PA-expressing and control yeast cells
grown in YPD. Under non-reducing conditions, proteins extracted from PA-expressing yeast contained a lower amount of oxidized (open arrow)
Rnr1p and a greater amount of reduced Rnr1p (solid arrow) compared to the control strain. As expected, oxidized Rnr1p in control strain is
converted to the reduced form when proteins are extracted under reducing conditions. An intense band at 155 kDa (*), inferred to be a
non-reducible PA (FLAG)p-Rnr1p complex (see Panel B), was observed in proteins extracted from PA(FLAG)-expressing yeast. Equal loading across
lanes was based on Bradford assays and verified by a non-specified protein that reacted with the anti-Rnr1p polyclonal antibody (loading
control). The images shown here are taken from one blot and as such exposure times are the same across all lanes. Similar results were observed
in three independent experiments. B) Proteins were extracted under native conditions from PA-expressing and control yeast grown in YPD and
subjected to size exclusion chromatography. Following fractionation, proteins were precipitated and concentrated, and treated with reducing
agents before use in immunoblots. Co-fractionation and co-localization of the PA(FLAG)p (detected by anti-FLAG antibodies) and Rnr1p (detected
by anti-Rnr1p antibodies) provides evidence for a 155 kDa PA(FLAG)p-Rnr1p complex (*) in Fraction 3 of the PA(FLAG) strain but not the control.
Note that the range of proteins included in Fraction 3 is from 238 kDa to 55 kDa as determined by the elution of a HiMark pre-stained HMW
Protein Standard (Invitrogen, not shown). Solid arrow indicates reduced form of Rnr1p. Equal loading was confirmed using a Coomassie stained
duplicate gels. Molecular size markers are indicated at the left in both panels.
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from extracts of both strains grown in YPRaf/Gal medium.
Note that we verified the molecular weight of the oxidized
and reduced Rnr1p bands using a strain that overexpresses
Rnr1p (Additional file 1: Figure S5). These results indicated
that a non-reducible PAp-Rnr1p complex is formed, but
only when PAp is expressed at low levels.
To test whether the 155 kDa signal comprises Rnr1p
and PAp, we subjected native-form proteins to size ex-
clusion chromatography. For immunodetection, the FLAG
epitope was inserted between hph and the PA incom-
patibility domain and this construct was inserted into
GAL1 to obtain the yeast strain “PA(FLAG)”. We verified
that this strain exhibited incompatibility-like activity when
grown on YPD medium (Additional file 1: Figure S6). As
a control, we inserted the FLAG epitope after the hph
gene, and obtained a “control (FLAG)” strain. When pro-
teins were extracted from control(FLAG) and PA(FLAG)
yeast grown in YPD and subjected to size exclusion chro-
matography, Rnr1p was detected predominantly in frac-
tion 3 (elution range of 238 kDa - 55 kDa). The 155 kDasignal that putatively represents a complex of the PA
(FLAG) protein [PA(FLAG)p] and Rnr1p was detected in
fraction 3 and, consistent with previous results, was only
observed in proteins extracted from the PA(FLAG)-ex-
pressing strain. When probed with anti-FLAG antibodies,
the FLAG signal was not detected in fractionated proteins
extracted from the control(FLAG) strain but was visible in
fraction 3 from the PA(FLAG) yeast (Figure 5B). We note
that this band was weak in intensity. However, this would
be expected as expression from the GAL1 promoter is
minimal in the presence of glucose (i.e., ~ 150 fold lower
than in the presence of galactose alone) and results in very
low-levels of GAL1 regulated protein [17]. Furthermore,
we note that multiple attempts to pull down this complex
using a variety of techniques (e.g., immunoprecipitation,
affinity columns) were not successful. Nevertheless, these
results suggested that the 155 kDa signal was composed of
both yeast Rnr1p and the PA incompatibility domain.
Interestingly, only PA(FLAG)p, and not the control(FLAG)
protein, could be detected during low-level expression
using anti-FLAG antibody. This suggests that PA(FLAG)p
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creasing its overall concentration in the cell.PA(FLAG)p interacts with Ssa1p, an Hsp70 protein, when
PA(FLAG)p is over-expressed
We investigated the counterintuitive observations noted
earlier that PAp expressed at low (on YPD), but not at
high-levels (on YPRaf/Gal), caused incompatibility-like
symptoms in yeast. Immunoblots were done with pro-
teins extracted under reducing conditions from PA
(FLAG) and control(FLAG) yeast grown in YPRaf/Gal
(Figure 6A). Using anti-FLAG antibody, we observed
a ~41 kDa signal in the control strain, which corre-
sponds to the control(FLAG) fusion protein, and two
bands of ~55 and ~85 kDa in the PA(FLAG) strain. The
smaller of these latter two proteins is the expected size
of PA(FLAG)p while the larger protein was immuno-
purified and identified by mass spectroscopy to contain
sequences of Ssa1p, an Hsp70 homolog (Additional file
2: Table S1). We concluded that this band is a complex
formed between Ssa1p and PA(FLAG)p since it was lar-
ger than the expected mass of Ssa1p (70 kDa) and binds
to anti-FLAG antibodies. We note that the majority of
PA(FLAG)p in YPRaf/Gal-grown cells was associatedFigure 6 High-level expression of the PA incompatibility domain resu
remediation of aberrant PA-associated phenotypes. A) Proteins were e
yeast grown in YPRaf/Gal. Immunoblotting using anti-FLAG antibody revea
protein that was identified by mass spectroscopy as Ssa1p (Additional file 1
(FLAG)p is sequestered into this PA(FLAG)p-Ssa1p complex. The position of
virtually all of the PA(FLAG)p interacts with Ssa1p. Cells were grown overni
grown with shaking until mid-log phase. Proteins were then extracted and
text. The control (FLAG) protein was detected in fractions 3–8. In contrast,
(FLAG)p complex (fractions 3–5). This indicates that the majority of PA(FLAG
prior to immunoblotting dissociated some but not all of the PA(FLAG)p fro
used to verify equal loading across lanes. Positions of molecular weight ma
in two independent extractions and immunoblots.with Ssa1p since the ~85 kDa signal was significantly
more intense than the ~55 kDa signal. Interestingly, size
exclusion chromatography showed that PA(FLAG)p is
only in fractions that contain Ssa1p indicating that
nearly all of the detectable PA(FLAG)p was complexed
with Ssa1p (Figure 6B). This PA(FLAG)p-Ssa1p complex
is quite stable since treatment with reducing agents lib-
erated some, but not all PA(FLAG)p from the Ssa1p
complex. Furthermore, in a strain with SSA1 deleted,
different chaperone proteins, Ssb2p, or Hsp60 (both
detected in our analysis) tightly complexed with the PA
(FLAG)p (Additional file 1: Figure S7, Additional file 2:
Table S2). We note that several Hsp70 proteins, includ-
ing both Ssa1p and Ssb2p, assist in protein folding [28]
and have been observed to interact with aggregating
proteins [29,30]. Therefore, it appears that Ssa1p and
Ssb2p/Hsp60 effectively bind to the PAp incompatibility
factor when it is overexpressed in yeast.Discussion
We define a protein domain with incompatibility func-
tion in RNR from N. crassa and demonstrate it can elicit
an incompatibility-like reaction in yeast. Previous studies
have examined trans-species expression of fungal nonselflts in an interaction with Hsp70 protein concomitant with
xtracted under reducing conditions from PA-expressing and control
ls that over-expressed PA(FLAG)p forms a complex (P-S) with another
: Table S1). The weak PA(FLAG)p signal (P) demonstrated that most PA
control (FLAG) protein is indicated (H). B) When overexpressed,
ght at 30°C in YPD, washed in PBS, resuspended in YPRaf/Gal and
subjected to size exclusion chromatography as described in the main
the PAp monomer was detected only in the presence of the Ssa1p-PA
)p was bound to Ssa1p and that treatment with reducing agents
m the complex. Duplicate Coomassie blue stained protein gels were
rkers are shown at left. For both panels, similar trends were observed
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[31-33]. In particular, expression of N. crassa tol results
in mat-associated heterokaryon incompatibility in Neu-
rospora tetrasperma [34], and PA alleles of N. crassa het-c
appear to produce growth defects reminiscent of het-
erokaryon incompatibility in Podospora anserina [31] and
Aspergillus niger [33]. Unlike these previous studies, we
extended the confirmation of incompatibility activity to a
functional analysis of the un-24 nonself recognition sys-
tem, initiating an understanding of its mechanisms. Inter-
estingly, and unlike the filamentous fungi, a vegetative
incompatibility system has not been described in yeast
and in silico experiments showed that yeast lacks homo-
logs to several heterokaryon incompatibility domains
found in filamentous ascomycete fungi [12]. Nevertheless,
our work shows that such a system can operate in yeast.
As demonstrated here, heterologous expression of nonself
recognition factors in yeast can also lead to fundamental
insights into mechanisms of activity and control of nonself
recognition factors. In such a system, core interactions of
incompatibility domains can be studied without a
confounding effect of other potentially interacting incom-
patibility factors. In the future, it would be interesting to
determine if these incompatibility reactions can be en-
hanced in the yeast system by the addition of other known
incompatibility factors from N. crassa. For example, it is
known that the allelic un-24 incompatibility in N. crassa is
significantly strengthened by non-allelic interactions with
het-6 factors [15].
One emerging trend observed with heterokaryon
incompatibility systems is the involvement of protein-
protein interactions that trigger cell death. This is particu-
larly evident in the het-c system of N. crassa [35] and the
het-s system in P. anserina [24]. Our results indicate that
un-24-associated incompatibility is likewise mediated by
protein interactions. When expressed at low levels, the
PAp domain apparently forms a complex with Rnr1p that
results in incompatibility-like phenotypes in yeast. The
observed “toxicity” of the Rnr1p-PAp complex in yeast is
consistent with incompatibility associated with coexpres-
sion of PA and OR alleles of un-24 in N. crassa [15] and
with a recently published study that demonstrates that the
C-terminus of un-24PA is able to form a non-reducible
complex with UN-24OR in N. crassa, the presence of
which is correlated with incompatibility [36]. Unlike N.
crassa where there is a single gene (un-24) encoding the
RNR large subunit, yeast contains the paralogs RNR1 and
RNR3; RNR1 is cell-cycle regulated and used under nor-
mal cellular growth, and RNR3 is upregulated in response
to DNA damage [37]. The partial redundancy of Rnr1p
and Rnr3p may alleviate some toxic effects of expressing
PAp in yeast. Interestingly, yeast that lack RNR1 have re-
duced vacuolar ATPase activity [38], have increased sensi-
tivity to antifungal agents [38,39] and to hydroxyurea [40],have an increased cell size [41] and have a longer cell cycle
[27] (which may lead to an decreased overall growth rate)
-- all of which are consistent with the effects of PAp ex-
pression in yeast that are presented herein. The associ-
ation of an Rnr1p-PAp complex with several
incompatibility-like phenotypes suggests that PAp incom-
patibility activity operates in yeast through a loss or reduc-
tion in RNR catalytic function, a hypothesis that is
consistent with the endogenous activity of UN-24 that
should now be examined closely in N. crassa.
Our insights on trans-species activity of PAp in yeast
may have a bearing on two other interesting characteris-
tics of incompatibility systems in filamentous fungi. Spe-
cifically, that Hsp70 proteins alleviate PAp-associated
incompatibility in yeast may suggest that chaperones
have roles in the “escape” process, and in suppressing
heterokaryon incompatibility in stages leading up to and
during the sexual cycle [42]. Escape is defined as a sud-
den shift from the incompatible state (aberrant colony
and cell morphologies and slow growth rate) to a wild-
type morphology and growth rate [43]. The mechanism
of escape is often correlated with large deletions,
rearrangements and other mutations of incompatibility
genes [43-46]. Likewise, how multiple incompatibility
genes in filamentous fungi are inactivated during the
sexual cycle is a mystery that may be generally relevant
to a dampening of nonself recognition to permit zygote
development within the mother in other sexually repro-
ducing organisms. Along this line, some heat shock pro-
teins are specifically expressed in perithecia and in
unfertilized sexual tissues in N. crassa [47,48].
It is interesting to note that, in addition to functioning as
chaperone proteins, Hsp70 family members are upregulated
during cellular stress and can bind to and facilitate degrad-
ation of toxic, abnormal protein complexes [29,49-51]. We
surmise that alleviation of incompatibility-like phenotypes
upon PAp overexpression in yeast may occur through two
mechanisms. First, Ssa1p has been observed to sequester
toxic protein precursors in yeast to prevent them from ag-
gregating [52]. Therefore, it is possible that, upon high-level
expression, PAp is specifically targeted by Ssa1p prior to its
interaction with Rnr1p and that low-level expression of
PAp is insufficient to trigger Ssa1p for sequestration but
sufficient enough to result in toxicity. Secondly, Ssa1p may
assist in the degradation of non-reducible PAp-Rnr1p com-
plexes. Ssa1p has been shown to interact with partially de-
graded protein aggregates [29] and has been implicated in
transferring misfolded proteins to the yeast proteasome for
degradation [53-56]. It should be noted, however, that the
amount of non-complexed PAp observed in Figure 6
should be sufficient (as compared to the intensity of the
band observed in Figure 5) to cause the incompatibility-like
phenotypes. As with other instances where heat shock pro-
teins interact with and/or degrade toxic protein complexes,
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toxicity of PAp is more complex than the simple explana-
tions offered above. As such, we currently do not have a ro-
bust model for the role of Ssa1p in modulating PAp
toxicity. Nevertheless, the clear correlation we observe be-
tween the formation of a Ssa1p-PAp complex and the
amelioration of incompatibility-like phenotypes in yeast
poses questions about whether Hsp70 proteins play a role
in escape and in modulating incompatibility during the sex-
ual cycle in N. crassa and other organisms.
Finally, due to its essential function and evolutionary
conserved structure, type I RNRs represent attractive
drug targets. Indeed, the development of peptide inhibi-
tors that disrupt the quaternary structure or activity of
RNR is a field that may present a relatively safe and effi-
cacious chemotherapeutic strategy [57]. Ironically, inher-
ent within the N. crassa large subunit of RNR already
lies the potential for a strain-specific antibiotic-like ac-
tivity, as manifested by the growth inhibition of cells
resulting from nonself fusions in N. crassa. The trans-
species inhibitory activity of PAp in yeast further sug-
gests that the un-24 incompatibility domain may present
insights into a broad-spectrum antimicrobial peptide
that can be targeted to selected species or strains.
Conclusions
We have described a novel nonself recognition domain
located in the C-terminus of UN-24. Our results demon-
strated that the PA, but not the OR, C-terminus retains
activity when expressed in S. cerevisiae. We demonstrate
that low-level expression of PA(p) results in several
incompatibility-like cytologies, an increase in cell size
and the formation of a complex consisting of yeast
Rnr1p and PA(p). These phenomena are resolved when
PA(p) is expressed at high level, where an apparent com-
plex between Ssa1p and PA(p) forms. Results from our
study indicate that yeast can be used to investigate non-
self recognition systems. Furthermore, our study shows
that Hsp70 proteins can alleviate incompatibility, which
may suggest their involvement in the escape process or
in the sexual cycle of N. crassa. Finally, given the unique
trans-species activity of the PA(p) protein, and the ubi-
quitous and evolutionarily well conserved target, RNR, it
would be interesting to determine if variations of this
protein have applications as chemotherapeutic agents.
Methods
Manipulation of N. crassa strains and molecular genetic
methods
The N. crassa strains used [with Oakridge (OR) alleles at
all undesignated het loci] were: C2(2)-1 (un-24PA het-6PA
thr-2 a) and C9-2 (un-24OR het-6OR het-cPA thr-2 a). DNA
cloning was done with plasmids pCB1004 [58], which con-
tains the hygromycin phosphotransferase (hph) selectablemarker conferring hygromycin resistance, and pCR2.1
(Invitrogen, Carlsbad, CA). PCR reactions were per-
formed with Taq DNA polymerase (New England Biolabs,
Mississauga, ON) or iProof DNA polymerase (BioRad,
Mississauga, ON) according to the manufacturer’s recom-
mendations. Oligonucleotide primer sequences are avail-
able upon request. All constructs were sequenced and
verified as error-free. DNA transformation and spheroplast
preparation of N. crassa strains were done as previously
described [10]. N. crassa transformants were selected on
medium containing 200 μg/ml of hygromycin B (Roche,
Mississauga, ON).
un-24 constructs used in incompatibility assays
The un-24OR or un-24PA portions of the fusion genes
were derived from standard N. crassa strains as de-
scribed above. Fragments of un-24 were amplified with a
forward primer that introduced a SpeI site allowing for
an in-frame fusion with the hph marker, and a reverse
primer that introduced a stop codon (or spanned the
resident stop codon of un-24) as well as a flanking EcoRI
site. All amplicons were cloned into pCR2.1. EcoRI and
SpeI were then used to cut out the un-24 fragment and
BglII and SpeI were used to cut out the hph fragment.
The digests were heat-inactivated, mixed and ligated be-
fore PCR amplification using the primer that binds to
the hph promoter and the appropriate un-24 reverse pri-
mer. The hph-un-24 fusion products were then cloned
into pCR2.1.
Our criteria for identifying incompatibility activity of
OR and Panama (PA) constructs in N. crassa varies in
accordance with the asymmetry of the system [15]. We
recognized un-24OR-associated incompatibility activity
by a significant decrease (~95%) in the number of viable
colonies generated when the un-24OR allele is trans-
formed into the un-24PA strain, in comparison to trans-
formations with the vector control. In contrast, when
un-24PA is transformed into the un-24OR strain, there is
a modest (~20%) reduction in number of transformants
recovered. However, 50 – 90% of the transformant col-
onies are small and have an irregular “star-like” growth
form that contrasts with the wild-type “cloud-like” form
of compatible transformants. Subcultures of the star-like
colonies exhibit a self-incompatible phenotype as recog-
nized by a slow growth rate and few aerial hyphae or
conidia. This self-incompatible phenotype is inherently
unstable and will spontaneously convert after about one
week of continuous growth to near wild-type growth
rate and morphology, a phenomenon called “escape”
[11]. Therefore, to recognize un-24PA-associated incom-
patibility activity we used three criteria: 1) more than
half of colonies on the transformation plates displayed
the self-incompatible morphology, 2) subcultures of
these colonies had growth rates that were more than ten
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these subcultures subsequently escaped to a wild-type
morphology and growth rate. Constructs were tested for
incompatibility activity in at least three separate trials
using transformation assays with strains C9-2 and C2
(2)-1.Yeast Strains, media and growth conditions
S. cerevisiae strains used in this study were derived from
those listed in Additional file 2: Table S3 and were
cultured by standard methods [59]. Selective plating of
yeast transformants was performed with 100 μg/ml
hygromycin B or 100 μg/ml nourseothricin (Werner
Bioagents, Jena, Germany). The hph-un-24 fusion con-
structs were inserted into the GAL1(YBR020W) locus of
strains Y2454 (un-24PA constructs) or Y3068 (un-24OR
constructs) by homologous recombination using lithium
acetate transformation [60]. Correct insertion of hph-un-24
constructs were confirmed by yeast genomic DNA extrac-
tion [61] and PCR amplification with primers that flank
GAL1.
The PA(FLAG) construct was made by fusing a stand-
ard FLAG epitope in-frame between hph and the un-24PA
incompatibility domain. The control(FLAG) construct
was made by in-frame fusion of the FLAG epitope to the
30 end of hph. Strains that carried these FLAG constructs
in a SSA1 knockout background were obtained by mating
YAL005CΔ (Additional file 2: Table S3) separately to yeast
strains containing PA(FLAG) and control(FLAG) con-
structs, random sporulation [59], and selection of double
mutants on 200 μg/mL G-418 (Bioshop, Oakville, ON)
and hygromycin B.Microscopy, Growth Rate and Minimum Inhibitory
Concentration (MIC)
Cells were examined by phase-contrast with a Zeiss
Axiovision II microscope (Toronto, ON). Use of neutral
red as a pH-sensitive stain was previously described [22].
The frequency of cells that had a red-stained cytoplasm
(as opposed to those with a bright red central vacuole
only) was determined using a double-blind approach.
Cell size was determined as previously described [62]
based on cell measurements taken from micrographs of
randomly selected fields of view. The number of cells in
1 mm diameter colonies of similar height was deter-
mined by resuspending the colony in 0.1 M NaCl and
cell counts using a haemocytometer. Minimum inhibi-
tory concentration (MIC) values for hygromycin B and
hydroxyurea (Bioshop, Lot#1932H) were determined
using standard methods as previously described [63].
The MIC was recorded as the lowest concentration of
inhibitor at which no growth was visible after 2 days in-
cubation at 30°C.Detection of FLAG-tagged proteins and Rnr1p
Mid-log phase cells grown in YPRaf/Gal were harvested,
washed once with ddH2O, and resuspended in either a)
non-reducing extraction buffer [20 mM Tris HCl
(pH 7.9), 10 mM MgCl2, 1 mM EDTA, 5% glycerol,
0.3 M ammonium sulphate, 1 mM PMSF and 1
Complete Mini-Protean tablet (Roche, Mississauga, ON)],
or b) reducing buffer [20 mM Tris HCl (pH 7.9), 10 mM
MgCl2,1 mM EDTA, 5% glycerol, 0.3 M ammonium
sulphate, 10 mM DTT, 1 mM PMSF and 1 Complete
Mini-Protean tablet]. Cells were lysed using 0.5 mm silica
beads and 30 seconds of vigorous vortexing followed by
cooling on ice for 2 minutes. This bead vortexing was re-
peated four times. Cell debris was removed through cen-
trifugation at 16,000 × g for 1 hour at 4°C. Proteins were
quantified using a Bradford assay. Cytosolic protein was
combined with 2X Laemmli buffer (125 mM Tris HCl
(pH 6.8), 20% glycerol, 4% SDS, 0.004% bromophenol
blue, with or without 15.4 μg/mL DTT and 0.7 M β-
mercaptoethanol), separated on 4-20% SDS-PAGE and
immunoblotted using either anti-FLAG M2 peroxidase
conjugate antibody (1:1000; Sigma-Aldrich, Oakville, ON)
or a combination of anti-rabbit Rnr1p primary antibody
(1:7500) that was kindly provided to us by Joanne Stubbe
(Department of Chemistry, MIT, Cambridge, MA) and
donkey, anti-rabbit secondary antibody (1:15000; Promega,
Madison, WI).
Immunoprecipitation
Cytosolic proteins were extracted as described above
and captured using anti-FLAG M2 antibodies bound
to agarose beads (Sigma-Aldrich). Unbound proteins
were removed by washing the beads three times in
40 mM Tris–HCl (pH 8.0), 10 mM MgCl2, 20% gly-
cerol, 0.2% Tween 20, 0.5 M KCl, 0.1% PMSF, 0.07%
β-mercaptoethanol, and one Mini-Protean complete
inhibitor tablet. Bound protein was eluted with 10 μg/
ml FLAG peptide (Sigma Aldrich). SDS-PAGE and im-
munoblotting were performed as described above.
Size exclusion chromatography
Proteins were extracted as described above under non-
reducing conditions. The supernatant was removed, com-
bined with 5 mg/ml of dextran blue 2000 (Pharmacia
Corporation, North Peapack, NJ) and 5 mg/ml NiCl
(BDH, Poole, England) and subjected to size exclusion
chromatography (30 cm length, bed volume 25 ml;
BioRad, Missassauga, ON) using Sephacryl 300 HR (Sigma
Aldrich) pre-equilibrized in 0.1 M NaCl. Proteins were
eluted with a flow rate of ~0.2 ml/min and collected in
1 ml fractions beginning with elution of dextran blue. Pro-
teins were precipitated and concentrated using
trichloroacetic acid (Sigma-Aldrich) and solubilized in 1%
SDS, 9 M urea, 25 mM Tris–HCl pH 6.8, 1 mM EDTA by
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were performed as described above. Size range was deter-
mined by loading a HiMark Pre-Stained HMV Protein
Standard (Invitrogen).
LC-MS/MS Analysis
Affinity purified proteins were separated by SDS-PAGE
and stained with Coomassie blue. Protein bands were ex-
cised and digested in the gel using trypsin. Mass spectros-
copy was performed at the Ottawa Institute of Systems
Biology (Ottawa, Ontario). Protein identity was determined
using Mascot (Matrix Science Inc., Boston, MA).
Statistical analysis
Unless otherwise noted, statistical significance was assessed
using a two-tailed Student’s T-test. Values were determined
to be statistically significant when P ≤ 0.05.
Availability of supporting data
The supporting information contains Supporting Additional
file 1: Figures S1-S7 and Supporting Additional file 2:
Tables S1-S3.
Additional files
Additional file 1: Figure S1. In contrast to PA-expressing strains, yeast
expressing the UN-24OR incompatibility domain have no discernable
incompatibility-like phenotypes (P > 0.35). Yeast strain Y3068 is the
untransformed parental strain, the “control” strain has hph integrated into
the GAL1 locus, whereas hygunOR(788-929) and hygunOR(335-929) have
OR incompatibility- domain replacements of GAL1. Cells were grown
overnight at 30°C in YPD, washed in PBS, resuspended in YPD or YPRaf/
Gal and grown with shaking until mid-log phase. Determination of MIC
(A and B), granulated cytoplasm (C), and neutral red staining (D) were
performed as described in the Methods section. Error bars indicate
standard deviation from a minimum of 3 biological replicates for all
panels. For both C and D a minimum of 100 cells were counted.
Figure S2. Incompatibility-like phenotypes of control and PA strains were
not significantly different when constructs were over-expressed by
growing yeast in YPRaf/Gal (P > 0.05 in all cases). Briefly, cells were grown
overnight at 30°C in YPD, washed in PBS, resuspended in YPRaf/Gal and
incubated with shaking until mid-log phase. Cytoplasmic granulation (A),
neutral red staining (B) and growth rate (C) analyses were performed as
described in the Methods section. Error bars indicate standard deviation
from 5 biological replicates. Figure S3. The frequency of dead cells
tended to be greater in the strain over-expressing the PA construct than
in the control strains, but did not significantly differ during lag, mid-log
and stationary phase growth on YPD (P > 0.05 in all cases). Dead cells
were recognized by deep blue color using the vital stain Evan’s Blue and
light microscopy. OD600 was used to determine 2 growth phase based
on the growth curve presented in Figure 3C. For vital staining, cultures
were washed three times in PBS, resuspended in PBS, mixed with an
equal volume of 1% w/v Evan’s Blue, held for 5 min at room temperature
and examined at 40X using bright-field microscopy. A minimum of 100
cells was counted for each trial and three biological replicates were
performed using a double-blind design. Figure S4. In YPRaf/Gal PA-
expressing yeast had the same sensitivity to hydroxyrurea as the control
strain (P = 1.0). Cells were grown overnight at 30°C in YPD, washed in
PBS, resuspended in YPRaf/Gal and shaken until mid-log. The MICs of 5
biological replicates were measured as described in the Methods section.
Figure S5. The ~155 kDa Rnr1p-PA(FLAG)p band was not present on
immunoblots of yeast grown in YPRaf/Gal. Initially, we used a yeast strainthat overexpressed Rnr1p (pGal-RNR) when grown on galactose in order
to verify the position of the oxidized and reduced forms of Rnr1p (left
lane). We then extracted proteins from the control and the PA-expressing
strains grown in YPRaf/Gal and immunoblotted them with anti-Rnr1p
antibody as described in the main text. While Rnr1p was detected in the
control and PA strains, the ~155 kDa band was markedly absent. The blot
shown includes the range encompassing proteins or 155 kDa (i.e. from
the 131 kDa molecular weight marker to the loading/running gel
interface, as indicated). The same result was observed in two
independent replicate experiments. Figure S6. Low-level expression of
the PA(FLAG) construct was similar to the PA construct (P = 0.67) in
causing het-associated cytoplasmic acidification, as determined by neutral
red staining. Both PA-expressing strains had a higher frequency of cells
exhibiting cytoplasmic acidification compared to the control (P < 0.05 in
both cases). Neutral red staining was performed on 5 biological samples
as described in the Methods section. Figure S7. When the PA construct
was overexpressed in a strain with Ssa1 deleted the chaperone proteins
Ssb2 and/or Hsp60 associate with PA(FLAG)p. We determined this by first
crossing PA(FLAG)-expressing yeast with YAL005CΔ, an SSA1 knockout
strain, to obtain a PA(FLAG) SSA1Δ strain. This strain was grown to mid-
log phase in YPRaf/Gal and proteins were extracted under non-reducing
conditions. Anti-FLAG antibodies revealed an ~85 kDa band in
immunoblots that was identified by mass spectroscopy to contain Ssb2p
and Hsp60p (Additional file 2: Table S2, P-HSP). The 85 kDa protein is
larger than expected for Ssb2p (67 kDa) or Hsp60p (61 kDa) and, since it
was detected by anti-FLAG antibodies, likely represents a complex with
PA(FLAG)p. Control(FLAG)p indicated with ‘H’.
Additional file 2: Table S1. Mascot results of anti-FLAG purified protein
bands from hygFLAGunPA-expressing yeast grown in YPRaf/Gal.
The ~54 kDa and ~85 kDa protein bands generated peptide sequences
that corresponded to hygromycin phosphotransferase protein and Ssa1p,
respectively. Table S2. Mascot results of anti-FLAG purified protein from
yeast that lacked SSA1 and that expressed hygFLAGunPA. The ~ 85 kDa
protein band yielded peptides that corresponded to the mitochondrial
chaperone Hsp60 and to the cytosolic Hsp70 homolog, Ssb2p. Table S3.
Yeast strains used in this study.
Abbreviations
PA: Panama; OR: Oakridge; RNR: Ribonucleotide reductase;
(NDP): Ribonucleoside diphosphates; dNDPs: deoxyribonucleoside
diphosphates; MIC: Minimum inhibitory concentration; YPD: Yeast peptone
dextrose medium; YPRaf/Gal: Yeast peptone raffinose galactose medium; .
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
RPS assisted in conceiving research, performed experiments, interpreted
results and wrote the manuscript. KW performed experiments and
interpreted results. MLS assisted in conceiving research, interpreted results
and wrote the manuscript. All authors approved the manuscript.
Acknowledgement
This work was supported by OGS and NSERC CGS to R.P.S and an NSERC
Discovery Grant to M.L.S. We would like to thank A. Golshani for providing
yeast strains, J. Stubbe (MIT) for providing Rnr1p antibodies and E. T.
McNicholl, Z. Arzhangi, and M. Begin for technical assistance.
Received: 18 October 2012 Accepted: 7 February 2013
Published: 22 March 2013
References
1. Rambach A, Tiollais P: Bacteriophage lambda having EcoRI endonuclease
sites only in the nonessential region of the genome. Proc Natl Acad Sci
USA 1974, 71(10):3927–3930.
2. Bjorkman P, Parham P: Structure, function, and diversity of class I major
histocompatibility complex molecules. Annu Rev Biochem 1990,
59(1):253–288.
3. Saupe SJ: Molecular genetics of heterokaryon incompatibility in
filamentous ascomycetes. Microbiol Mol Biol Rev 2000, 64(3):489–502.
Smith et al. BMC Microbiology 2013, 13:63 Page 12 of 13
http://www.biomedcentral.com/1471-2180/13/634. Casselton LA: Mate recognition in fungi. Heredity 2002, 88(2):142–147.
5. Smith M, Lafontaine D, In: Neurospora, In: Neurospora: Genomics and
Molecular Biology: The fungal sense of nonself. Norfolk, UK: Horizon Scientific
Press: Edited by Kasbekar D, McCluskey K; 2013.
6. Jordan A, Reichard P: Ribonucleotide reductases. Annu Rev Biochem 1998,
67(1):71–98.
7. Mao SS, Holler TP, Yu GX, Bollinger JM, Booker S, Johnston MI, Stubbe J: A
model for the role of multiple cysteine residues involved in
ribonucleotide reduction: amazing and still confusing. Biochemistry 1992,
31(40):9733–9743.
8. Uhlin U, Eklund H: Structure of ribonucleotide reductase protein R1.
Nature 1994, 370(6490):533–539.
9. Miranda-Vizuete A, Rodríguez-Ariza A, Toribio F, Holmgren A, López-Barea J,
Pueyo C: The levels of ribonucleotide reductase, thioredoxin,
glutaredoxin 1, and GSH are balanced in Escherichia coli K12. J Biol Chem
1996, 271(32):19099–19103.
10. Smith ML, Micali OC, Hubbard SP, Mir-Rashed N, Jacobson DJ, Glass NL:
Vegetative incompatibility in the het-6 Region of Neurospora crassa is
mediated by two linked genes. Genetics 2000, 155(3):1095–1104.
11. Micali CO, Smith ML: A nonself recognition gene complex in Neurospora
crassa. Genetics 2006, 173(4):1991–2004.
12. Pal K, van Diepeningen AD, Varga J, Hoekstra RF, Dyer PS, Debets AJM:
Sexual and vegetative compatibility genes in the Aspergilli. Stud Mycol
2007, 59(1):19–30.
13. Zhang Z, Yang K, Chen C-C, Feser J, Huang M: Role of the C-terminus of
the ribonucleotide reductase large subunit in enzyme regeneration and
its inhibition by Sml1. Proc Natl Acad Sci USA 2007, 104(7):2217–2222.
14. Xu H, Faber C, Uchiki T, Fairman JW, Racca J, Dealwis C: Structures of
eukaryotic ribonucleotide reductase I provide insights into dNTP
regulation. Proc Natl Acad Sci USA 2006, 103(11):4022–4027.
15. Lafontaine DL, Smith ML: Diverse interactions mediate asymmetric
incompatibility by the het-6 supergene complex in Neurospora crassa.
Fungal Genet Biol 2012, 49:65–73.
16. Bhat PJ, Hopper JE: Overproduction of the GAL1 or GAL3 protein causes
galactose-independent activation of the GAL4 protein: evidence for a
new model of induction for the yeast GAL/MEL regulon. Mol Cell Biol
1992, 12(6):2701–2707.
17. Lamphier M, Ptashne M: Multiple mechanisms mediate glucose
repression of the yeast GALl gene. Proc Natl Acad Sci USA 1992,
89:5922–5926.
18. Jacobson D, Beurkens K, Klomparens K: Microscopic and ultrastructural
examination of vegetative incompatibility in partial diploids
heterozygous at het loci in Neurospora crassa. Fungal Genet Biol 1998,
23(1):45–56.
19. Biella S, Smith ML, Aist JR, Cortesi P, Milgroom MG: Programmed cell death
correlates with virus transmission in a filamentous fungus. Proc R Soc
London, Ser B 2002, 269(1506):2269–2276.
20. Glass NL, Kaneko I: Fatal attraction: nonself recognition and heterokaryon
incompatibility in filamentous fungi. Eukaryot Cell 2003, 2(1):1–8.
21. Pinan-Lucarré B, Paoletti M, Clavé C: Cell death by incompatibility in the
fungus Podospora. Semin Cancer Biol 2007, 17(2):101–111.
22. Cartledge T, Rose A, Belk D, Goodall A: Isolation and properties of two
classes of low-density vesicles from Saccharomyces cerevisiae. J Bacteriol
1977, 132(2):426–433.
23. Giaever G, Chu AM, Ni L, Connelly C, Riles L, Veronneau S, Dow S, Lucau-
Danila A, Anderson K, Andre B, et al: Functional profiling of the
Saccharomyces cerevisiae genome. Nature 2002, 418(6896):387–391.
24. Coustou-Linares V, Maddelein M-L, Bégueret J, Saupe SJ: In vivo
aggregation of the HET-s prion protein of the fungus Podospora
anserina. Mol Microbiol 2001, 42(5):1325–1335.
25. Strauss M, Grey M, Henriques J, Brendel M: RNR4 mutant alleles pso3-1
and rnr4 block induced mutation in Saccharomyces cerevisiae.
Curr Genet 2007, 51(4):221–231.
26. Thelander L, Reichard P: Reduction of ribonucleotides. Annu Rev Biochem
1979, 48(1):133–158.
27. Camier S, Ma E, Leroy C, Pruvost A, Toledano M, Marsolier-Kergoat M-C:
Visualization of ribonucleotide reductase catalytic oxidation establishes
thioredoxins as its major reductants in yeast. Free Radic Biol Med 2007,
42(7):1008–1016.
28. Hartl FU, Hayer-Hartl M: Molecular chaperones in the cytosol: from
nascent chain to folded protein. Science 2002, 295(5561):1852–1858.29. Bagriantsev SN, Gracheva EO, Richmond JE, Liebman SW: Variant-specific
[PSI+] infection Is transmitted by Sup35 polymers within [PSI+]
aggregates with heterogeneous protein composition. Mol Biol Cell 2008,
19(6):2433–2443.
30. Chernoff YO, Newnam GP, Kumar J, Allen K, Zink AD: Evidence for a
protein mutator in yeast: role of the Hsp70-related chaperone Ssb in
formation, stability, and toxicity of the [PSI] prion. Mol Biol Cell 1999,
19(12):8103–8112.
31. Saupe S, Clave C, Sabourin M, Begueret J: Characterization of hch, the
Podospora anserina homolog of the het-c heterokaryon incompatibility
gene of Neurospora crassa. Curr Genet 2000, 38(1):39–47.
32. Kerenyi Z, Olah B, Jeney A, Hornok L, Leslie JF: The homologue of het-c of
Neurospora crassa lacks vegetative compatibility function in Fusarium
proliferatum. Appl Environ Microbiol 2006, 72(10):6527–6532.
33. van Diepeningen AD, Pál K, van der Lee TAJ, Hoekstra RF, Debets AJM: The
het-c heterokaryon incompatibility gene in Aspergillus niger.
Mycol Res 2009, 113(2):222–229.
34. Jacobson D: Control of mating type heterokaryon incompatibility by the
tol gene in Neurospora crassa and N. tetrasperma. Genome 1992,
35(2):347–353.
35. Sarkar S, Iyer G, Wu J, Glass NL: Nonself recognition is mediated by HET-C
heterocomplex formation during vegetative incompatibility.
EMBO J 2002, 21(18):4841–4850.
36. Smith RP, Wellman W, Haidari L, Masuda H, Smith ML: Nonself recognition
through intermolecular disulfide bond formation of ribonucleotide
reductase in Neurospora. Genetics 2013, 193(4):1–9.
37. Elledge SJ, Davis RW: Two genes differentially regulated in the cell cycle
and by DNA-damaging agents encode alternative regulatory subunits of
ribonucleotide reductase. Genes Dev 1990, 4(5):740–751.
38. Sambade M, Alba M, Smardon AM, West RW, Kane PM: A genomic screen
for yeast vacuolar membrane ATPase mutants. Genetics 2005,
170(4):1539–1551.
39. Cheng V, Stotz HU, Hippchen K, Bakalinsky AT: Genome-wide screen for
oxalate-sensitive mutants of Saccharomyces cerevisiae. Appl Environ
Microbiol 2007, 73(18):5919–5927.
40. Woolstencroft RN, Beilharz TH, Cook MA, Preiss T, Durocher D, Tyers M: Ccr4
contributes to tolerance of replication stress through control of CRT1
mRNA poly(A) tail length. J Cell Sci 2006, 119(24):5178–5192.
41. Jorgensen P, Nishikawa JL, Breitkreutz B-J, Tyers M: Systematic
identification of pathways that couple cell growth and division in yeast.
Science 2002, 297(5580):395–400.
42. Perkins D: Main features of vegetative incompatibility in Neurospora.
Fungal Genetics Newsletters 1988, 35:44–46.
43. Smith ML, Yang CJ, Metzenberg RL, Glass NL: Escape from het-6
incompatibility in Neurospora crassa partial diploids involves preferential
deletion within the ectopic segment. Genetics 1996, 144(2):523–531.
44. Chevanne D, Saupe S, Clave C, Paoletti M: WD-repeat instability and
diversification of the Podospora anserina hnwd nonself recognition
gene family. BMC Evol Biol 2010, 10(1):134.
45. Loubradou G, Begueret J, Turcq B:MOD-D, a G{alpha} subunit of the fungus
Podospora anserina, is involved in both regulation of development and
vegetative incompatibility. Genetics 1999, 152(2):519–528.
46. Xiang Q, Glass NL: Identification of vib-1, a locus involved in vegetative
incompatibility mediated by het-c in Neurospora crassa. Genetics 2002,
162(1):89–101.
47. Nelson MA, Kang S, Braun EL, Crawford ME, Dolan PL, Leonard PM, Mitchell
J, Armijo AM, Bean L, Blueyes E, et al: Expressed sequences from conidial,
mycelial, and sexual stages of Neurospora crassa. Fungal Genet Biol 1997,
21(3):348–363.
48. Dolan P, Natvig D, Nelson M: Neurospora proteome 2000. Fungal Genetics
Newsletters 2000, 47:7–24.
49. Kushnirov VV, Kryndushkin DS, Boguta M, Smirnov VN, Ter-Avanesyan MD:
Chaperones that cure yeast artificial [PSI+] and their prion-specific
effects. Curr Biol 2000, 10(22):1443–1446.
50. Muchowski PJ, Schaffar G, Sittler A, Wanker EE, Hayer-Hartl MK, Hartl FU: Hsp70
and Hsp40 chaperones can inhibit self-assembly of polyglutamine proteins
into amyloid-like fibrils. Proc Natl Acad Sci USA 2000, 97(14):7841–7846.
51. Allen KD, Wegrzyn RD, Chernova TA, Muller S, Newnam GP, Winslett PA,
Wittich KB, Wilkinson KD, Chernoff YO: Hsp70 chaperones as modulators
of prion life cycle: novel effects of Ssa and Ssb on the Saccharomyces
cerevisiae prion [PSI+]. Genetics 2005, 169(3):1227–1242.
Smith et al. BMC Microbiology 2013, 13:63 Page 13 of 13
http://www.biomedcentral.com/1471-2180/13/6352. Krzewska J, Melki R: Molecular chaperones and the assembly of the prion
Sup35p, an in vitro study. EMBO J 2006, 25(4):822–833.
53. Allen KD, Chernova TA, Tennant EP, Wilkinson KD, Chernoff YO: Effects of
ubiquitin system alterations on the formation and loss of a yeast prion.
J Biol Chem 2007, 282(5):3004–3013.
54. Masayuki O: A 70-kDa heat shock cognate protein suppresses the defects
caused by a proteasome mutation in Saccharomyces cerevisiae. FEBS Lett
1994, 351(2):263–266.
55. Lee D, Sherman M, Goldberg A: Involvement of the molecular chaperone
Ydj1 in the ubiquitin-dependent degradation of short-lived and
abnormal proteins in Saccharomyces cerevisiae. Molecluar and Cellular
Biology 1996, 16(9):4773–4781.
56. Chernova TA, Allen KD, Wesoloski LM, Shanks JR, Chernoff YO, Wilkinson KD:
Pleiotropic effects of Ubp6 loss on drug sensitivities and yeast prion are
due to depletion of the free ubiquitin pool. J Biol Chem 2003,
278(52):52102–52115.
57. Cooperman BS, Gao Y, Tan C, Kashlan OB, Kaur J: Peptide inhibitors of
mammalian ribonucleotide reductase. Adv Enzym Regul 2005, 45(1):112–125.
58. Carroll A, Sweigard J, Valent B: Improved vectors for selecting resistance
to hygromycin. Fungal Genetics Newsletters 1994, 41:22.
59. Ausubel F, Brent R, Kingston R, Moore D, Seidman J, Smith J, Struhl K:
Current Protocols in Molecular Biology. New York: John Wiley & Sons; 1997.
60. Gietz R, Woods R: Tranformation of yeast by the Liac/SS carrier DNA/PEG
method. Methods Enzymol 2002, 350:87–96.
61. Adams A, Gottschling D, Kaiser C, Steans T: Methods in Yeast Genetics. Cold
Spring Harbour, NY: Cold Spring Harbour Press; 1997.
62. Martegani E, Porro D, Ranzi BM, Alberghina L: Involvement of a cell size control
mechanism in the induction and maintenance of oscillations in continuous
cultures of budding yeast. Biotechnol Bioeng 1990, 36(5):453–459.
63. Rex JH, Pfaller MA, Walsh TJ, Chaturvedi V, Espinel-Ingroff A, Ghannoum MA,
Gosey LL, Odds FC, Rinaldi MG, Sheehan DJ, et al: Antifungal susceptibility
testing: practical aspects and current challenges. Clin Microbiol Rev 2001,
14(4):643–658.
doi:10.1186/1471-2180-13-63
Cite this article as: Smith et al.: Trans-species activity of a nonself
recognition domain. BMC Microbiology 2013 13:63.Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
